speciation taking place in the last five million years. Borneo was recovered as the most likely 48 ancestral range of the genus, with the current distribution of species resulting from a west 49 to east migration across Malesia that corresponds with island emergence and mountain The area is estimated to harbour approximately 45,000 species of vascular plants (Johns 81 1995) on more than 20,000 islands (Lohman et al. 2011 ). It contains the biodiversity 82 hotspots of Sundaland, Wallacea and the Philippines (Brooks et al. 2006) , and the mega-83 diverse island of New Guinea (Mittermeier et al. 2003 , Takeuchi 2005 , Hoover et al. 2017 ). 84 The Malesian region is a complex and intricate mosaic of islands of different origins with a 85 dynamic history over the last 50 million years (Ma) (Hall 2002 (Hall , 2012a . In the west of the 86 region are the continental Sunda shelf islands of Sumatra, Java and Borneo, separated by 87 shallow seas. In the centre are the numerous smaller terranes and oceanic islands that 88 comprise the Philippines and Wallacea, and in the east is the Sahul shelf and the large island 89 of New Guinea, which is itself of composite origin. Adding a layer of complexity to this is the 
106
Cyrtandra is the largest genus in the Gesneriaceae, with over 800 species of herbs and 107 shrubs (Atkins et al. 2013 ) and is a key component of the herbaceous layer of Malesian 108 rainforest found from sea level to 3000m (Burtt 2001 , Atkins et al. 2013 ). Centres of 109 diversity for the genus in Southeast Asia are Borneo (~200 spp.), the Philippines (~150 spp.), 110 and New Guinea (~120 spp.) (Atkins et al. 2013 ). Its high species diversity, large number of 111 narrow endemic species, and wide distribution make it an ideal genus for examining pink, red, purple, yellow, green, and orange flowers are also known (Fig. 2) . 
Methods

150
Taxon sampling 151 We sampled a total of 192 accessions representing 128 Cyrtandra taxa (Supplementary   152   Table S1 ), including samples that were representative of all the key regions in Southeast 153 Asia (Fig. 3) . Table 1 gives a summary of our sampling against current estimates of species 154 numbers by island for the Southeast Asian region (Atkins et al. 2013 calibration points were taken from the family-wide phylogeny in Ranasinghe (2017) (Table   211 3) and were assigned a lognormal prior following Ho & Phillips (2009) and Schenk (2016) . 212 Five separate runs were carried out, beginning with a random tree and run for 100 million the six models will be discussed. Given that sampling density can also impact the results, a 244 summary of our sampling rates against current species estimates is presented in Table 1.   245   246 The MCC tree was pruned to include only a single representative of each species except for 247 those species that have multi-island distributions and were not monophyletic, such as C. The outgroup taxa were removed so as not to influence the root ancestral area. We set the 
Results
276
Phylogenetic relationships
277
In total, 940 new sequences were generated for this study and our final data matrix Ancestral range estimation 319 Significant improvement in the likelihood of the three standard models (DEC, DIVA-like, and 320 BayArea-like) was seen when the founder event parameter (+J) was added ( Under all six models analysed, the island of Borneo was recovered as the most likely 328 ancestral area for Cyrtandra (Fig. 7) . Under the best fit model, Borneo is resolved as a major source area with ~33% (11.5 events) 337 of all dispersal events originating here (Fig. 8, Table 6 ). Dispersal from Borneo was most 338 frequent to Sumatra (3.0 events) and the Philippines (2.7 events), followed by Peninsular Table 6 . Summary of all dispersal counts for Cyrtandra averaged across 100 BSMs in BioGeoBEARS. 366
Mapping was performed using parameters from the best model of biogeography (BayArea-like+J). 367
Colour temperature indicates the frequency of events, with warmer colours indicating more 368 common events (Red = >2.9, Orange = 2.0-2.9, Yellow = 0.9-1.9, Green = < 0.9). The ancestral states 369 Mapping (BSM) analysis in BioGeoBEARS based on the best fit model of BayArea+J (given in Table 6 ). 374
The weight of each line indicates the number of predicted dispersal events (both founder and range 375 expansion). All event counts of 0.9 and above are included. Divergence times 420 The origin and early diversification of Cyrtandra in the region dates to the mid Miocene 421 (crown age 13 Ma), and most of the current diversity in Southeast Asia is the result of 422 speciation in the last 5 Ma (Fig. 6) . These dates are similar to those reported for Cyrtandra in is likely due to the inclusion of Loxostigma, an outgroup taxon that is more closely related to 428 Cyrtandra than those used in earlier Cyrtandra-focused studies. Ancestral range estimation 455 The island of Borneo emerges as the most likely ancestral area for the genus and for many 456 of the early diverging clades of Cyrtandra (Fig. 7) . Burtt (2001) The earliest example of a SahulSunda long distance dispersal in this study is within Clade E 481 at 9.6 Ma (7.64-11.68 Ma, 95% HPD) from Sunda to Sahul. This is comfortably within the Biogeographic patterns 497 498 Borneo and the islands of the Sunda shelf 499 Borneo is the source of the highest number of dispersal events for Malesian Cyrtandra, with 500 dispersals to the Philippines, Sulawesi, Sumatra, Peninsular Malaysia, Java, and New Guinea 501 originating here (Fig. 8) The Philippines represent an important secondary source area for Cyrtandra, as well as a 517 stepping-stone for dispersal to some of the more distant regions such as Taiwan and Japan 518 and New Guinea (Fig. 8, Table 6 ). Dispersal events from the Philippines were recovered 519 south to Sulawesi, north to Taiwan and southern Japan, east to New Guinea, and even Sulawesi is an area of significant immigration, being the recipient of 20% of all dispersals, 544 the joint highest in our analysis (Table 6) , with dispersals from Java, the Philippines and 545 Borneo. In contrast, dispersal events from Sulawesi to surrounding islands were very 546 infrequent (0.5 events to Sumatra and 0.2 events to the Philippines, Table 6 Islands, and French Polynesia for Cyrtandra (Fig. 8, Table 6 ). West-to-east dispersal patterns 570 have been well documented from New Guinea into the eastern Pacific (Keast 1996) . 571 Cyrtandra is notable for being the only Malesian Gesneriaceae genus with a distribution that Further work is needed to understand niche evolution and the genomic basis of adaptation 607 to unravel how the massive species richness of Cyrtandra evolved and how it is maintained. indicating more common events (Red = >2.9, Orange = 2.0-2.9, Yellow = 0.9-1.9, Green = < 947 0.9). The ancestral states (i.e., where the lineage dispersed from) are given in the row, and 
